The complete genome sequence of a porcine kobuvirus (PKoV) variant strain, CH/KB-1/2014 from Jiangxi, China, with a 90-nucleotide deletion in the 2B gene, was determined and characterized. This study provides a better understanding of the molecular characteristics and evolution of PKoV in Jiangxi, China.
A sequence analysis of the VP1 gene of PKoVs indicated that CH/KB-1/2014 shared 81.7 to 87.9% nucleotide (nt) identity and 86.2 to 96.5% amino acid (aa) similarity with other reference PKoVs, respectively. However, CH/KB-1/2014 had low nucleotide and amino acid similarities with both aichivirus A and aichivirus B. CH/KB-1/2014 only showed 59%/50.8% and 51.3%/38.9% nt/aa identities with bovine_kobuvirus (GenBank accession no. NC_004421) and Aichi_virus (GenBank accession no. AB040749), respectively.
In conclusion, the full-length genome sequence of CH/KB-1/2014 was determined and characterized. The study will help understand the epidemiology and evolution of PKoV in Jiangxi, China. Accession number(s). The complete genome sequence of CH/KB-1/2014 was deposited in GenBank under accession number KM051987.
